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CAG41360 115 aa linear BCT 23-JUN-2004 

staphylococcal accessory regulator A homologue [Staphylococcus 
aureus subsp. aureus MRSA252] . 
CAG41360 

CAG41360. 1 GI : 4 924 2 63 9 
embl accession BX571856 . 1 

Staphylococcus aureus subsp. aureus MRSA252 
Staphylococcus aureus subsp. aureus MRSA252 
Bacteria; Firmicutes; Bacillales; Staphylococcus. 

1 (residues 1 to 115) 

Holden, M . T . G . , Feil,E.J., Lindsay, J. A. , Peacock, S . J . , Day, N. P. J., 
Enright,M.C. , Foster, T. J., Moore, C.E., Hurst, L., Atkin,R., 
Barron, A., Bason, N. , Bentley, S . D . , Chillingworth, C . , 
Chillingworth,T., Churcher,C, Clark, L., Corton,C, Cronin,A., 
Doggett,J., Dowd,L., Feltwell,T., Hance,Z., Harris, B., Hauser,H., 
Holroyd,S., Jagels,K., James, K.D., Lennard,N., Line, A., Mayes , R. , 
Moule,S., Mungall,K., Ormond,D., Quail, M. A., Rabbinowitsch, E . , 
Rutherford, K. , Sanders, M. , Sharp, S., Simmonds , M . , Stevens, K. , 
Whitehead, S. , Barrell , B . G . , Spratt,B.G. and Parkhill , J. 
Complete genomes of two clinical Staphylococcus aureus strains: 
evidence for the rapid evolution of virulence and drug resistance 
Proc. Natl. Acad. Sci. U.S.A. 101 (26), 9786-9791 (2004) 

2 (residues 1 to 115) 
Holden, M.T.G. 

Direct Submission 

Submitted (23- JUN-2004 ) Submitted on behalf of the Pathogen 
Sequencing Unit, Sanger Institute, Wellcome Trust Genome Campus, 
Hinxton, Cambridge CB10 ISA, E-mail: mh3@sanger.ac.uk 

Location/Qualifiers 

1. .115 

/organism="Staphylococcus aureus subsp. aureus MRSA2 52 " 
/strain="MRSA252" 
/db_xref="taxon:2824 58" 
1. .115 

/product="staphylococcal accessory regulator A homologue" 
1.-115 

/gene="sarR" 
/locus_tag="SAR237 9" 

/coded_by="complement (BX5718 5 6 . 1 : 24 4 6815 . .24 47162) " 
/note="Similar to Staphylococcus aureus staphylococcal 
accessory regulator A SarA TR:Q53600 (EMBL : U207 82 ) (124 
aa) fasta scores: E(): 1.9e-05, 30.08% id in 113 aa . 
Previously sequenced as Staphylococcus aureus 
taphylococcal accessory regulator A homologue SarR 
TR: Q9F0R1 (EMBL : AF207701 ) (115 aa) fasta scores: E(): 
2.5e-37, 100% id in 115 aa" 
/transl table=ll 
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